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3. 



Marked Up Copy for the Claim Amendmen t ^ 
-ended) The drug delivery system as claimed in claim 1, wherein each ofrtte^ > w 
plurality of o. .lynenttJeg h-! .- at l o ast 5W.. homology to ^polyp ep tide h a ' . inn o cpmprises 
in ur pin .» .tad sequence selected from the group consisting of 



(a) an xji^o iicid^iie^^^U^lLSEQ ID NOS:. 2, 4, 6, 8 and 10 

i"d i anjirnino aci d s eque nc e selected from, the .a roujj. £Oj^ti ng, of „SE Q j D 
NOS. 2 4. (\ N ari-.i SO. vidierejn the ;miyio acid 



conseryattve substitution: wherein the rH>)yp.mKi^>tmt:>huijiJhej^_,^ 
a cid sequence <b") ca n self-assemble to form a p olymer: and 
( cj an amino acid sequence comprising a fragment of at least on e amino acid 
residue of SE Q ID N OS. 2 . 4. 6. 8 and 10 , wherein ihcjroKjx^.jde, 
comprising the amino acid sequence icj can scl t-asserrmjej^oQlIi. 
do Ivmer-a s deter m ine d b y una ly ais w it h a ^ eq u^'tee-eo m pu n ti eg -id^^tfHR- 
&r by visual inspection . 

4. (.Amended ) The drug delivery system as claimed in claim 1 , wherein each of the 
plurality of polypeptides comprises an amino acid sequence thai has at least £50% 
h*> r ru)loii'" ide ntity to »-«H»lvpeptide huv i ivj- a n amino acid sequence selected from the 
group consisting of SEQ ID NOS;, 2, 4, 6, 8 andlO, as determined by analysis with a 
sequence comparison algorithm or by visual inspection. 



5. (Amended) The drug delivery system as claimed in claim 1 , wherein each of the 
plurality of polypeptides compri^ at least +60% 



B^tteH^i 3 ^- i d e 0 U 



titv to tr-t*4v-pei*i4^4e-^^ sequence selected from the 



group consisting of SEQ ID NOSr, 2, 4, 6, 8 and 10, as determined by analysis v/ith a 
sequence comparison algorithm or by visual inspection. 



6. ( Amended) The drug delivery system as claimed in claim 1, wherein each of the 

plurality of polypeptides s^i)ffiIl^l-4BA ! MM.L!iiii[ sCyuen e i--,.u has at least ^70% 
rtt^tRt-W^ulenticy to ^ rcoiyp e ptide-fat' in c an a mine JCid sequence selected from the 
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group consisting of SEQ ID NOSy 2, 4, 6, 8 and 10, as determined by analysis with a 
sequence comparison algorithm or by visual inspection. 

7. i Amended) The drug delivery system as claimed in claim 1 , wherein each of the 
plurality of polypeptides comprise on amino ac;d sequen c e t ha t has at least 380% 
!»mt«t>g^idei.fii:v to-^-fV; ^-^eih'r- ■ -r !■:■-.; an arp'nu acui. sequence selected from the 
group consisting of SEQ ID NOSy 2, 4, 6, 8 and 10, as determined by analysis with a 
sequence comparison algorithm or by visual inspection. 

8. (Amended) The drug delivery system as claimed in claim 1, wherein each of the 
plurality of polypeptides compr ises an ami no add seque nc e that has at least 4^00% 
hemttlogyidcntirv to a potypefffr&e4«K4flie-an an:ino aci d sequence selected from the 
group consisting of SEQ ID NOS; 2, 4, 6, 8 and 10, as determined by analysis with a 
sequence comparison algorithm or by visual inspection. 

9- (Amended) The drug delivery system as claimed in claim +3, wherein each of the 

plurality of polypeptides comprises an amin o acid .sequence that ha s at least 10 
consecutive amino acids of a-fit fopeprida hav*Hg-an amino acid sequence selected from 
the group consisting of SEQ ID NOS~. 2, 4, 6, 8, and 1 ( X aa d e termined hy analy s i s w it h a 
frequence c onyp ar is o n a l gorithm or by vH^eHftspeetwt. 

10. < Am ended) The drug delivery system as claimed in claim 9, wherein each of the 
plurality of polypeptides comprises an ammo acid sequen c e t hat has at least 50% 
nomology identity, to tt-; w j' y } ! > q >t4 de- fe ? v ' i ».f-att atrimo acui sequence selected from the 
group consisting of SEQ ID NOS- . 2, 4, 6, 8 and 10, as determined by analysis with a 
sequence comparison algorithm or by visual inspection. 

1 1 • (Amen ded; The drug delivery system as claimed in claim 9, wherein each of the 
plurality of polypeptides comprises a;i amino aciu seq u ence that has at least 60% 

,tv to ~^4yf^r^^c~.dv»-F-g-ari nnnw av-d sequence selected from the 
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group consisting of SEQ ID NOS-s 2, 4, 6, 8 and 10, as determined by analysis with a 
sequence comparison algorithm or by visual inspection. 

12. ( Amended) The drug delivery system as claimed in claim 9, wherein each of the 
plurality of polypeptides comprises on a mn io ac i d s eque n ce chat has at least 70% 
bettw log y identity to a polypeptid e having -a n amino acid sequence selected from the 
group consisting of SEQ ID NOSi, 2, 4, 6, 8 andlO, as determined by analysis with a 
sequence comparison algorithm or by visual inspection. 

13. { Amended j The drug delivery system as claimed in claim 9, wherein each of the 
plurality of polypeptides comp rises an am ino acid sequence that has at least 80% 
horooloav-tdcntitv to a polvpeptwt^ttavmg an amin o acid sequence selected from the 
group consisting of SEQ ID NOS;, 2, 4, 6, 8 andlO, as determined by analysis with a 
sequence comparison algorithm or by visual inspection. 

14. (A mended) The drug delivery system as claimed in claim 9, wherein each of the 
plurality of polypeptides com prises an amino acid sequence thai has at least 90% 

■ iomoio'xv id entity to u polypeptide h avi ng a n am ino acid sequence selected from the 
group consisting of SEQ ID NOSt. 2, 4, 6, 8 and 10, as determined by analysis with a 
sequence comparison algorithm or by visual inspection. 

15. i Amc nded) --The drug delivery system as claimed in claim 1 , wherein each of the 
plurality of polypeptides is encoded by a nucleic acid molecule selected, from the group 

i'e'i a nueieic acid molecule comprising a sequence se i ecied from the-ggeap- 
th-HT-: sti ni -o i'S is^ ) ID NOS: -K-~r-5. 1 dnd^vamm^having at least aw«f-50% homology 
te vvjjh the nuei. \: u .-.uuence nf at leas; one oi SEQ ID NOSf, 1, 3, 5, 7 and 9 over a 
■vubseuu ence oiAc [cast 10 0 residue s; 

' t > .i n ucleic acid molecuie AjJlLil m brsj.^ under low moderate or high 
• f - .neen e'- c cndiuon 1 , vim at : easj one c n±0 the: mtcjeu; jicid -.equeiices ot SEQ ID NOS 
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; I 3, ~ and ■ -, j_y_) a c.vr.yiyr.tcmun' srrand of nucic-ic acid sequence uf at leas! one of 

• 'I.'Q if) NOS. ! , 3 . 3. 7 iinu 9. an d a subsequence thereof of at least 100 nucleotides; 

(u) a subsequence or (a) or (b ). wherein th e subsequence encodes a 
polypeptide, which can self- assemble to form a polymer; and 

llii AM: ^£J^UB'2l^ l ^Jh.^i^^>^ a polypeptid e having a n am. no acid 
: vgueace. that has at least 5o % id entity w lth at least one a mmo acid sequ ence of SEQ ID 
\ OS. 1 , 3 . 5 , 7 an d 9, over a region of at least about 1 00 residues, as determined by 
analysis with a sequence comparison algorithm or by visual inspectionrtjemteaeeir- 
com pie montary to SEQ ID NOS: 1 . 3. 5. 7 tmd^^Hwi-fteqtioncej co mplementary to 
vanunt:; having at le ast abo u t 50 % homology-*) SEQ ID NOS: 1. 3, 5. 7 and 9 over a 
■veti ion o f at least a ^tKtr^-^O-r-etrkit i es. as doRTmine4%-y~«flaiysfc> with a sequene e- 
<h»fffl?afBefr-ak»»f&^ aekb-ehat h ybri d i z e-te- 

Byeie4e-iteid?r4w 
and high s tring e ncy . 

16. (Am ended ) The drug delivery system as claimed in claim 15, wherein each of the 
plurality of polypeptides is encoded by a first nucleic aci d moiccuic , which hybridizes to 
a second nucleic acid molecule that has a complement of a nucleic acid sequence as s et 
forth in SEQ ID NOS. ! . 3. 5. 7 and 9. under conditions of high stringency, wherein the 
conditions of hi'ih stringency are hybr i dization at 65T in a hybridization bu ffer winch 
comprises 3.5 times 0.15 M sod ium chionde/O.Oi i M sodium citrate at pH 7; 0.02%. 
Ficoll: 0.02 % polyvinyl pvrrolido ne: 0.02%Bo'»iiie Serum Albumin : 25 roM NaH.-POj at 
oh 1 0 5% so<tiurn_(lpdecv 2 mM ethyicti e.ita rnm e tetr acen i a nd . 

17. i Amended ) The drug delivery system as claimed in claim 1 5, wherein each of the 
plurality of polypeptides is encoded by a first nucleic acid molecule, which hybridizes to 
a second nucleic acid molecule that lias a complem ent of a nucleic acid sequence as s et 
forth in SEQ ID NOS . : . 3. 3. and 9. under conditions of moderate stringency. 

1 8- i Am ended i The drug delivery system as claimed in claim 15, wherein each of the 
plurality of polypeptides is encoded by a first nucleic acid molecule, which hybridizes to 
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a second nucleic acid molecule di.q ha> a compicmcr.s o/_a i'.ucl cic ac.cl sequence as set 
j...8-vh -p. SEP ID NQS. i. 5. ~ and L K under conditions of low stringency , wherein the 
'.ow -irin-iencv conditions arc Drchvbridization and hybridisation at 42 degrees C in 5 
nin e;, sS-'L: 0J% sodium dodecvl sulphate: 200 ugrmj sheared and denatured salmon 
vpc-m Q\ a and 25% lo rmaimue. and wasjim^ with - time* U.I 5 M sodium 
chloride: 0.', u 5. _M .sodium citLJjgju^l,^ and 0.2", n sodium dodec vl sulphate at 5 0 
degrees C. 

19. (Amended) The drug delivery system as claimed in claim 15, wherein said 

variant;; hjve nucleic acid molecule has at least about 50% homology to at least one of 
SEQ ID NOS: 1, 3, 5, 7 and 9 over a fegHW Ksubscqucncc of at least about 200 residues.; 

20. (Amended) The drug delivery system as claimed in claim 15, wherein the nucleic 
acid molecule comprises a sequence having at least 50% homology to at least one of SEQ 
ID NOS: 1, 3, 5, 7 anc 9 over the entire sequence. 

2 1 ■ (Amended) The drug delivery system as claimed in claim 1 5, wherein the nucleic 
acid molecule comprises a sequence having at least 60% homology to at least one of SEQ 
ID NOS: 1, 3, 5, 7 and 9-twef4ftc a mi r e se qu el. 

22. (Am end ed) The drug delivery system as claimed in claim 15, wherein the nucleic 
acid m oiecule comprises a sequence having at least 70% homology to at least one of SEQ 
ID NOS: 1, 3, 5, 7 and 9-t»¥e^#w-emi w ■seuuence : . 

23. ! \ nended ) The drug delivery system as claimed in claim 1 5, wherein the nucleic 
acid molec ule comprises a sequence having at least 80% homology to at least one of SEQ 
ID NOS: 1, 3, 5, 7 and 9- over di e ■o nti « v sequen t. 

24. i Amended) The drug delivery system as claimed in claim 1 5, wherein the nucleic 
acid mol ecule comprises a sequence having at least 90% homology to at least one of SEQ 
ID NOS: 1, 3, 5, 7 and 9-*±* r - ;rw -n roKtf ^ uene e. 
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25. ■ Amended) The drug delivery system as claimed in claim 15, wherein the nucleic 
acid mc-lcaric comprises a sequence selected from the group consisting of SEQ ID NOS: 
1,3,5, 7Tjmd9. 

26. (Amended) The drug delivery system as claimed in claim 15, wherein the nucleic 
acid Qioiccuj e comprises at least 1 0 consecutive bases of a sequence selected from the 
group consisting of SEQ ID NOS: 1, 3, 5, 7 and 9r- var i tintS " having at least about 30% 
htn»ok>gy to SEQ' ID NOS: I. 3. 5. ~! an d 9 ov^a-fepmrofai l e ast about. j()0 residues. u> 
dete r m ined by anu l y : ?.t^ with a sequence >ompari : ;o n al go r ithm o r by \ 4» ml inspection,- 
setfttei-K^ complementa r y to g€Q4434tQ&74T^ 

^T^wmjW'ttHgian to h«ying-«4t»sH»k»»^g^ 

se^iteiwe-eotB^^^ 

hybridi ze to nucleic acidio having- any ■o f t-he^efeg eing sequence;* t -mtt er c onditi on ; ; o f kn v-.- 
moderaie and hig h .stringency. 

27. ( Amended) The drug delivery system as claimed in claim 26, wherein the nucleic 
acid m uiccule comprises a sequence having at least 60% homology to di e nuc leic acid 
ee^m-me-a sequence selected from the group consisting of SEQ ID NOS: 1, 3, 5, 7 and 
9- 

28. s Amended ) The drug delivery system as claimed in claim 26, wherein the nucleic 
acid molec ule comprises a sequence having at least 70% homology to the nucl e ic acid 
et>mpn.4fvg-a sequence selected from the group consisting of SEQ ID NOS: I, 3, 5, 7 and 



29. j -Amended) The drug delivery system as claimed in claim 26, wherein the nucleic 
acid mc'iecuie comprises a sequence having at least 80% homology to -th e 'w c lei c-d oid' 
i-r +rr;?F~r:-_ £ -a sequence selected from the group consisting of SEQ ID NOS: 1, 3, 5, 7 and 
9. 
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30. < Appended ) The drug delivery system as claimed in claim 26, wherein the nucleic 
acid 'TH'ic cuic comprises a sequence having at least 90% homology to the nucleic acid 
tfewpFtetf^-a sequence selected from the group consisting of SEQ ID NOS: 1, 3, 5, 7 and 
9. 

32. i Anicnded j A method as claimed in claim 31, wherein the polypeptide has an amino 
jcsj sequence selected from the group consisting of: 

(a) an amino acid sequence selected from SEQ ID NOS. 2. 4. 6. 8 and 10: 

(b) an amino acid sequence selected from the "roup consisting of SEQ ID 
NO'S. 2 . 4. 6. S and 10. w her ein d ie amino acid -sequenc e has at least one 
conservative substitution: wherein the pol y peptide comprising the amino 
acid sequence jbj can sci f-asaem ble t o for m a polymer; and 

(e) an amino acid sequence comprising a fragment of at least one amino acid 
resid ue or SEQ I D NOS. 2. 4, 6, _S _and J jX. wher ein the polypep tide 
c omprisin g the amino aci d se q ue nce (cj ca n, -.elf - assem bl e to form a 
polvmcr SEQ I D NOS: 2. I. f>, 8 and HI and sequ e nc e s having at least 
- 5U% homology to a sequence s e lected from SEQ ID NO S: 2. 4 . 6 . S and 
4- 0. as determined by analysis wkh-fHw?q«eftee-compariiiOi , i a 4fe rithm or by 
v is ual insp e ct io n . 

33. { A me nded) A method as claimed in claim 3 1 , wherein the polypeptide is encoded by 
a nucleic acid mo lecule eomprit i iritt u --*?qtttfftt?e-selected from the group consisting of: 

(a) -a midac u eid molecule iompn»uig a .sentience having at lea st 50% homo logy 
with the nucleic acid seq uence o f at l east one- of SEQ ID NOS. I. 3. 5, 7 and 

s). over a subsequence of a; icasj 1 iHj residues: 

(b) a nucleic acid mojeeuie which hvhridi ;; -■ ur-ucr low, mo derate or hiuh 
stringency conditions with at leas t one oj <v, '.he nucleic acid s equences of 
SE Q ID NOS !_ . 3. 3. 7 and '•>. (it) a complementary strand pfajjucleicjjad_ 
sequence or at least one o; SEQ iD NOS. 1. 3 . 5. 7 a nd. 9 . and a subse quence 
rhcre ofof .it 'east 10'.) nutieotides; 
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(c) : <utv»cqucnce ojQaj or tbi. wherein she su bs equence encodes a polypeptide. 
uheh can ^It-asscmblc to form a poiv mer: ari d 

id' a nucleic acid molecule that: encodes a 'polypeptide having an amino acid 
secui enee chat has at least 50% identity with at least one ami no acid sequen c e of SEQ ID 

heffie k > gy-To-SEQ ED N O S: i . 3 , 5. 7 a nd - 1 ? over a r e gion o f a t l e a s t about -100 r e s idttesras 
i^^FHTHted4->v- analysis '-vith a sequ e nce comparison algorithm, ot4)y-¥K>ttal insp e ction, 
joijucncoii compiemen - tai'v-to-SfiO ID NOS: I. 3. 5, 7 and 9. and sequencer , 
complementary to- vunants having at l east ab o u t 50% homology to SEQ ID NOS: 1. 3, 5. 
7 and ' ■ ) over a region of at l e ast about 10O residu e s; as determined by analysis with a 
sequence comparison algorithm or by visual inspectionr-a-ftd is ok i i ed-m^l-e k ac id--; t h at - 
hvlindiyc - to ntic -io ic acidj havi n g a ny o f i hc for ego i n g aequ e ncoa under erudi t io n s of low.' 
m o d erate a nd high s tr in g en c y. 

41 . {A mended) A method of encapsulating a molecule comprising the steps of: 

providing a solution of a plurality of polypeptides having an amino acid sequence 
selected from the group consisting of: 

(a) an amino acid sequence selected from SEQ ID NOS:. 2. 4. 6. 8 and 10; 

(b) an ainino acid sequence selected from the trroup consisting ofSEQ ID NOS. 
2. 4. 6. 8 a nd 10. wherein the amino acid seque nce has a t least one 
conservative substitution: w herein the pol ype pt ide comprising the amino acid 
sequence ( b ) can self-assem ble to form a polymer: and 

f v i an : i rnjno _acid_ se_quen<;c\ conmjvangji. .liagmjLOLytat l eas t one amm o acid 
residue of S.t;Q ; ID NOS. 2. ^. fe. ^ ;md..'.p. vvherein the poly pe ptide 
eo!T?prismu the ammo aci d sequ ence ic; can s el f-assemble to form a polvm er- 
SEQ I D NOS: 2. 4. 6. S and : 0. and swquenct'H having ut ioasr. 5W'i homology 
ttHHi oquonco goioa ed fr om S EQ - ID NOS: 2. 4. 6, 8 a -s ci 10, a& determined by 
anahrda with a j e qu o noe oompariapp algorithm or by viauol inspection ; and 

polymerizing the plurality of polypeptides the presence of the molecule so as to 
encapsulate the molecule in the polymer. 
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43. LAnicrovd! A method of encapsulating a molecule comprising the steps of: 
— — providing a solution of a plurality of polypeptides, wherein each 
polypeptide is encoded by a nucleic acid molecule eewpmirrq a T^uo-ncg-selected from 
the group consisting of: 

( a ) t-it acid njoiecule comprising a >eque ncc ruo me a t tcast 50 : 'n homology 
v nh rhe nu cle i c aad seq uen ce ot at l e ast on e of '•vE Q ID N >S. i 3. 5. 7 a nd 9 

£^^ii..!ji | h.^LVi?.!i!^liJ^.l^i?. IiL ! Jj[e^Hies: 

(b) ijiucjeje a^ [Qi!d&i:a.!;e.O ! Jiijih 
stringency conditions with at least one ojji) the nucleic acid sequences of 





SEO !D NOS. 1 . 3. 5. 7 and 9. <ii)a complementary > 


tianci of a nucleic acid 




sequence of at least one of SEO (D NOS. ). 3. 5. 7 a; 


d v. and a subsequence 




thereof of at least 100 nucleotides: 




(c) 


a subsequence of u> or {b). wherein the subsequence 


encodes a polypeptide. 


which can self-assemble to form a polymer; ar ■ 




(d! 


a nucleic acid molecule that encodes a polvneiOdc having an amino acid 




sequence tnat has at least 50% identity with at least o 


ne ammo acid sequence 




of SEO ID NOS. 1. 3. 5. 7 and 9.SEO ID NOS: 1.3. 


fr^r-and 9. variants 




havmti at ioast about homotoiry to S-EQ ID ^-Qh 


^4-.-?. 5. 7 i.uui-9 over a 



region of at least about 100 residues, as determined by analysis with a 
sequence comparison algorithm or by visual inspectioifc- M e q u onec s 

NOS: I j 3 1 3. ? and 9 over a region of ut le a s t ahu u t 100 rett idu e s. tti> 
d e wgmH w d by tino l y»fa u irh -a se qu e nce oompd ri <on algo ri thm o r b y- vfcwai* 
H^-y p ection. and isola t ed nucleic a cids that 4y¥fr«tfew-to nucieic acids havfeg- 
mv.- of r k-e Toragoing .->eqthm<?tHr^<yt»p^M«jiu'':Kis -f Ifr'.v. motfer^^e-and high 
■stringency ; and 

polymerizing the plurality of polypeptides the presence of the molecule so as to 
encapsulate the molecule in the polymer. 

45. • Asrienikv A method of generating a variant comprising: 
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obtaining a nucleic acid niolccaic taimpriging j-aoquonce selected from the group 
consisting of: 

(a) - : iniu-K:iv a cid molecule comprising a sequence having at least 50% homology 
with the nucleic acid sequence of at least one oi'SEO ID NQS. 1. 3. 5. 7 and 9 
oj-erj subsequ ence of at l e a st 10" residues: 

(b) :Miudde_ue^ 

sm ngenev concntions vvi^ 

SEQ.ID NOS. J. 3. 5 . 7 and 9. (it) a complementary strand of a nucleic acid , 
se quence of at least one oi'SEO ID NQS. LJhiLZ and t) - and ij subsequence, 
thereof of at l east 100 nu cleotides: 

(c) a sttteequence^ifjiloiibLy'herein the subsequence encodes a jJojvBe^tjdjgi, 
which can seif-asscmbie to form a polyme r: and 

(j)jinudgic a c id molecule t ha t encodes a polypepti de Jm-jn^.an_Mim^i?^M- 
sequejice t hat has at least 50% identity with at least one amino ac id sequence, 
of SFQ SD NOS. 1. 3. 5 . 7 an d.9 Si Z Q ID NQS: 1, 3. 5, 7 and 9 rv»fkffl& 
h a ving at least about 5 0% homo lo gy t o SEQ 1D - NOS: 1.3,5.7 und -9 over a 
region of at least about 100 residues, as determined by analysis with a 
sequence comparison algorithm or by visual inspectio n, aoquenees- 
eempicmc n tary :o SEQ I D NO S : 1. 3. 5. 7 an d » $ cqu c ncoo coHip lcntcitiary-te 
.^^^a^B^ 50° hom ology to SEQ ID NOS-: \ . 3, 5 . 7 

• •-•-!• 3-fegieB ofril leftSt-abtHK ! J )<f ft«idtfes. de^fPrrintr-d hy-tlilitiyShi wira-i- 

^ttua^e-ee^^ ari s c 'n- a tffl-u-i t h m or by v is u a l in a p e ct i on - . -aa d iso la ted nucl e ic- 
aefe-th^- hyhrid i z c to nucl e ic -a cids having any of die foregoing j oquence s - 
f.nder conditions of low .-mod e rate and high stringency. ■ un d-t Vagm e nt ') 
coirr pri.unu :: t loan 3 ; ' cons e cu ti v e nuclecdde»«#gfty- o f th e tbregotftf- 
s cqucitc e^; and 

modifying said sequence by one or more steps selected from the group consisting 
of modifying one or more nucleotides in said sequence to another nucleotide, deleting 
one or more nucleotides in said sequence, and adding one or more nucleotides to said 
sequence. 
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60. An assay for identifying functional polypeptide fragments or variants which can, 
self-assemble to form a polymer and are encoded by nucleic acid molecules comprising a 
sequence selec tcdjjiMi ^ group consists o r'SE Q ID NOS j^Ll^l.m^lJL 
subsequence -^hm^ofSEQ ID NOS: 1, 3, 5, 7, and 9, and ^sequences having at least 
about 50% homology to SEQ ID NOS: 1, 3, 5, 7 and 9 over a region of at least about 100 
residues, as determined by analysis with a sequence comparison algorithm or by visual 
inspection, »-mck ^^4^ ^iv^t r: y o f the p olypeptid e of SEQ ID NOS: 2, 1. 0. 
g^^i^ft^e^Lici K c,:. having at least abetrf-^0%irht?«H^ 

and 10, o v er a region of n fr4eas t ab o ut 100 ^ i ducs. d s d ete rmi ne d by analy s is with a 
sequence compaiLcn algorithm or by ■ i.^^tw^m, said assay comprising the steps 
of: 

providing a solution of a plurality of polypeptides j^^deiiby»'- K ' ieic - lCi ' J 
molec ules comprising kavmg-a sequence selected from the group consisting of-SEQ ID 
NOS: 2 . 1. 6 . 8, and 10. and jequencco having at bas t ub oul 5 0 % homo l ogy- to S E Q I D 
NOS: 2. 1. ?j and !.0 &vtf a fegkm efat b:v.r abour 100 FCiiducs. as d e termin e d by 
analysis w ith a sequ e nc e comparison algorithm ui by usua l i ns p e ction, p o lyp e p tid e , 
4«Hflnoi.u. oi variants encoded by. -SEQ ID NOS: 1, 3, 5, 1- and 9,, a subscuuence ofSEQ_ 
I p NOS. 1. 3. 5, 7 and 9. and sequences having at least about 50% homology to SEQ ID 
NOS: 1, 3, 5, 7 and 9 over a region of at least about 100 residues, as determined by 
analysis with a sequence comparison algorithm or by visual inspection, m4r^^B^ 
comple m e ntary to u n y of the foregoing aoq u e n ce s , in a solution containing a template 
molecule and alkaline earth metal ion; and 

detecting a presence of a polymer in the solution. 



62. A polypeptide comprising: 

a sequence selected from the group consisting of SEQ ID NOS: 2, 4, 6, 8 and 10, 
sequences having at least 50% homology to a sequence selected from SEQ ID NOS: 2, 
6, 8, and 10, as determined by analysis with a sequence comparison algorithm or by 

visual inspection; and 

at least one functional group selected from the group consisting of an antibody, an 
oligosaccharide, a polynucleotide, and a polyethylene glycol. 
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67. A polypeptide comprising: 

an amino acid sequence encoded by a sequence selected from the group consisting 
of SEQ ID NOS: 1, 3, 5, 7 and 9, variants having at least about 50% homology to SEQ 
ID NOS: 1, 3, 5, 7 and 9 over a region of at least about 100 residues, as determined by 
analysis with a sequence comparison algorithm or by visual inspection, sequences 
complementary to SEQ ID NOS: 1, 3, 5, 7 and 9, and sequences complementary to 
variants having at least about 50% homology to SEQ ID NOS: 1, 3, 5, 7 and 9 over a 
region of at least about 100 residues, as determined by analysis with a sequence 
comparison algorithm or by visual inspection, and isolated nucleic acids that hybridize to 
nucleic acids having any of the foregoing sequences under conditions of low, moderate 
and high stringency., and 

at least one functional group selected from the group consisting of an antibody, an 
oligosaccharide, a polynucleotide, and a polyethylene glycol. 

85. (Amended) A separation agent comprising a polymer made by self-assembly 
of a plurality of polypeptides each of which has at least 50% homology to a polypeptide 
having a n amino acid sequence selected from the group consisting of SEQ ID NOS: 2, 4, 
6, 8 and 1 0, as determined by analysis with a sequence comparison algorithm or by visual 
inspection. 

86. (A me nded) The separation agent as claimed in claim 85, wherein each of 
the plurality of polypeptides ea ch o f which has at least 60% homology to a polypeptide 
having an amino acid sequence selected from the group consisting of SEQ ID NOS: 2, 4, 
6, 8 and 10. 

87. i Amended } The separation agent as claimed in claim 85, wherein each of 
the plurality of polypeptides eac h o f which has at least 70% homology to a polypeptide 
having ar. nv.mo ac id sequence selected from the group consisting of SEQ ID NOS: 2, 4, 
6, 8 and 10. 
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88. i Amende J) The separation agent as claimed in claim 85, wherein each of 
the plurality of polypeptides each oi'w hich has at least 80% homology to a polypeptide 
having a n amino acid sequence selected from the group consisting of SEQ ID NOS: 2, 4, 
6, 8 and 10. 

89. (Amended) The separation agent as claimed in claim 85, wherein each of 
the plurality of polypeptides each of wh ich has at least 90% homology to a polypeptide 
having an ami no acid sequence selected from the group consisting of SEQ ID NOS: 2, 4, 
6, 8 and 10. 

90. f Amended) The separation agent as claimed in claim 85, wherein each of 
the plurality of polypeptides is a polypeptide each of whi ch, hashovins an amino acid 
sequence selected from the group consisting of SEQ ID NOS: 2, 4, 6, 8 and 10. 

93. ( A rneTHk;(i ) The fiber as claimed in claim 92, wherein each of the plurality 
of polypeptides has at least 50% homology to a polypeptide having an a m in o acid 
sequence selected from the group consisting of SEQ ID NOS: 2, 4, 6, 8 and 10. 

94. ( Amended) A lubricant comprising: 

a polymer made by self-assembly of a plurality of polypeptides, wherein each of 
the plurality of polypeptides has at least 50% homology to a polypeptide having an ammo 
acid sequence selected from the group consisting of SEQ ID NOS: 2, 4, 6, 8 and 10. 

95. (Amended) A coating composition comprising a a-polymer made by self- 
assembly of a plurality of polypeptides, wherein each of the plurality of polypeptides has 
at least 50% homology to a polypeptide having an aim no acid sequence selected from the 
group consisting of SEQ ID NOS: 2, 4, 6, 8 and 10. 

96. 'Am ended) A biochip comprising a polymer made by self-assembly of a 
plurality of polypeptides, wherein each of the plurality of polypeptides has at least 50% 
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homology to a polypeptide having a n amino acid sequence selected from the group 
consisting of SEQ ID NOS: 2, 4, 6, 8 and 10. 

97. (Amended) A nanomechanical component comprising a polymer made by 
self-assembly of a plurality of polypeptides, wherein each of the plurality of polypeptides 
has at least 50% homology to a polypeptide having an amino acid sequence selected from 
the group consisting of SEQ ID NOS: 2, 4, 6, 8 and 10. 

98. (Amended) An optical switch comprising a polymer made by self- 
assembly of a plurality of polypeptides, wherein each of the plurality of polypeptides has 
at least 60% homology to a polypeptide having a n am i no a cid sequence selected from the 
group consisting of SEQ ID NOS: 2, 4, 6, 8 and 10. 

99. (Amended) An optical waveguide comprising a polymer made by self- 
assembly of a plurality of polypeptides, wherein each of the plurality of polypeptides has 
at least 50% homology to a polypeptide having an_ajmjig_ackl sequence selected from the 
group consisting of SEQ ID NOS: 2, 4, 6, 8 and 10. 

1 00. ! Amended) A computer readable medium having stored thereon a 
sequence of a nucleic acid s e q ue nc e molecule selected from the group consisting of: 

(a) a nu cleic aci d molecule compri sing a sequence havin g at lea^t 50% 



.lomologv 'yjulj the nucl eic acid sequence otjjt lg^ 



over a subsequence of at least iOO residue-?: 
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unuar low, moderate or ninn 
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tions with at least one of ( i > the nucleic , 
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acid sequence of at least one of 
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fof at least i00 nucleotides 
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NOS. i . --. 5, " and v. I D NOS: i. 3. 5. " ami ' ■ ). vanunm having m l e ast about 5 ()" ■ ' » 
homology ;:o iv£Q !D N OS : L 3. 5. ' 9 over a region of at least about 1 00 residues, as 
determined by analysis with a sequence comparison algorithm or by visual inspectionr 

jtfqwnce* ■ comftk>Breft*tHy-h-:> SEQ I D NOS: i-r 3. ■5. 7 and 9. and sequ e nc e s 

~d+Hi~9-tv V er--ri-^^ 

s e qu e nc e et ^B ftetftsrffi algorithm o r by viijua! insp ection, ana isol at e d nucl e ic acid:- tha t- 
i^rifetHtMHtek*^^ of the fo regoi n g se qu e nc es und e r co nditio ns oflow, 

moderate - and high Htrinuency . 

101. (Am ended) A computer system comprising a processor and a data storage device 
wherein said data storage device has stored thereon a sequence of a nucleic acid seqwenee 
mol ecule -selected from the group consisting of: 

(a) -a nucleic acid molecule comprising a seq ue nce ha ving a t leas t: 50° b honiojogv 
with the nucleic acid s e q uence or at lea s t, o n e of SE Q ID NOS. L 3 . 5. 7 and 9 
over a subsequence of at least 100 residues : 

(b) a nucleic acid molecule which hybridizes under low, moderate or high 
stringency conditions with at least one of (j) the nucleic acid sequences of 
SEQ ID NOS . 1 . 3. 5. 7 and 9. (ii) a complementary strand of a nucleic acid 
sequence of at least on e o f SEQ ID NOS. 1. 3. 5. 7 and 9, a n d a subseq u enc e 
the re of of at least 100 nucle otides: 

(c) a Mib^ equen ce oj; j,a] or (bi. where i n the subsequence encodes i p ol ypeptide, 
w h ich can seii-asserni>le to form a poly m er; a nd 

(d) a nucleic acid molecule that encodes a polypeptide having an am ino acid 
sequen ce thai, h as at least 50% identity with at least on e amino aci d sequence 
of SEQ ID NO S. 1. 3. 5. 7 and v. SE Q ID NO S: i. 3. 5. 7 aftd- 9 . v anants- 
•^¥fsg-«4eesHib>.H» 50%' h^ffH»k>g;.- to SEQ ti 9 NOS: 1 . 3 , 5 . 7 a n d 9 over a 
region of at least about 1 00 residues, as determined by analysis with a 
sequence comparison algorithm or by visual inspectionrseqtrenees- 
eofBf4em^^i-v-i^^&0-4D- N QS: - 1 . 3. .10— atrd-9y and je q -aenees- 
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comp ie tn e ruarv to vananta having a t l e ast : a bout 50% homo l ogy to SEQ ID 
NOS: 1, 5. 7 and 9 over a r e gion of at least about 100 residu e s, as 
JtH-efHii ii eLf- by analysis wic - i i a ae cjii e r. cc co mpari s on a lgor ith m or by visual " 
ind ire ction , an d i s o l at e d nucl e ic aeici s that h ybridize to n u cle i c acid'.; havi ng 

::iVV v<-'4[-c4«M'cg*n;ri-cv|ar!:veS UiHie r -OvMle H4v>n< r4loW r ir^HlcRtte tmiMh^kr 

gtr in g e n ey. 

1 05. (Amended ) A method for comparing a first sequence to a second sequence 
comprising the steps of: 

reading the first sequence and the second sequence through use of a computer 
program which compares sequences; and 

determining differences between the first sequence and the second sequence with 
the computer program, 

wherein said first sequence is a s e q ue nce of a nucleic acid s e qu e nc emolecule selected 
from the group consisting of: 

(a) -a nuc le i c a c id mole cu le hav ing a sequence having at least 50% h o mo logy 
wit h the nucleic acid sequence of at least one ol'SEQ ID NOS. 1 . 3. 5. 7 and 9 over a 
subsequenc e of at 'cast 100 residues: 

(b) a nucleic acid molecule which hybridises under low, moderate or high 
stringency conditions vvith at least one of (it the nucleic acid sequences of SEP ID N OS. 
). 3 . 5. 7 an d 9 . n.u a compl ementa ry s t rand o r a nucleic ac id seq uence o t at least one of. 
SEQ ID NOS, 1. 3. 5. 7 an d 9. a n d a su bse quence thereof of at lea s t 1 0 0 nucl eotide s: 

( c ) iij>abs.?yi!ejue oj ia)j.<r^^ 

noivpeptide., which can self- ;av;ernb|.e to form a p o ly m er: and 

kQ a nucl eic acid molecule t hat encodes a polypeptide basing an amino acid 

sequence that lias ai least 50% identity with at least on e amino acid s eque nce of SE Q (D 
NOS. 1 . 3. 5. ~ and '.>. SEP ID NOS: 1. 3, 5. 7 and '.). variant* h tt vtna at least about 50% 
homo l ogy to ££Q ID NOS: i. 3. 5, 7 and 9 over a region of at least about 100 residues, as 
determined by analysis with a sequence comparison algorithm or by visual inspection- 
••e d; ae r : c c s - c \MraMe m tf n i aF r- t 0-" S€ ' Q - iD NOS: 1.3.5 .7 and 0 v^a d ' je qtt e n ees- 

having at leas; about 50% homology to SEQ iD NOS: 1,3, 5, 



35 



09/997,807 

" and '> -H r tff a region - .d ' at tetBHabouf (On r e sidue!. us determined by analysis with a 
,^o(-i a cne . comparison algorithm or by vumai i ns p ec ti on, and i sol at ed nucleic acids that 
hvsmfee-te mic le i c-ae4ds having a; y.—»f-a •r-' : rfe^ e- str^v-en^ under con ditions of low. 
*Wcmfe-a?tt i high stringency . 

1 07. i Amended) A method for identifying a feature in a particular sequence 
comprising the steps of: 

reading the particular sequence using a computer program which identifies one or 
more features in a sequence; and 

identifying one or more features in the particular sequence with the computer 
program, 

wherein the particular sequence is a sequ en ce of a nucieic a ci d molecule selected from 
the group consisting of: 

(a ) -a nucleic acid molecule comprising a sequence having at least 50% 
homology v^iih ihe nucleic acid sequence ot at least on e of SE Q ID NOS._L3^5^7 jmd.9_ 
over a subseq uence of at leas t 100 residues; 

(b ) a nucleic acid molecule winch hybridizes under low, moderate or hidi 
stringe ncy conditions with ai least one ojlj) the nucleic ac id sequences of SEQ ID NOS,.. 
! . 3. 5. 7 and 9. in) a complementary strand of a nucleic acid seq u ence of at lea st one of 
S EQ ID NOS. h 3. 5. 7 and 9. and a subs equence thereof of at least 100 nucleotides : 

(c) a subsequence of (a) or (b). wherein the subsequence encodes a 
polypept ide, wh ic h ca n self-assemble to form a ..nolvmgll-and 

(d) a nucl eic acid molecule that tfrtcodes.a polypeptide havmu mi ammo ;tcM. 

sequence that has at toQif^jdem 

NOS. L J. 5. ' and 9. m> 4 &-^0^ -4-r-^-5 . 7 and 9 . variants h ay j«g^jgitfg^iM±g!br. 
feorootog*4o SEQ ID N OS. i. ;V4r^Hd^over a region of at least about 1 00 residues, as 
determined by analysis with a sequence comparison algorithm or by visual inspectionr- 

-TOTienee- co m pl e m e nt a ry to S€*"H&-^Qfe4^»^^ 

e i -smpl e m e ntary to vananu ha v in g ar l e ast ab o u t 5 0 '.''' homology to SEO ID NOS: U 3. > r 
-..., gn j »., 0 vo r a re,ui »-*tt -0t : Ji-l e m it ab cut " ! ■'■»'■ ) r e sid u es, a s d e t er mined by analysis with a- 
■, tit t fe » . VJt J co.mparii i o n a l g orithm v - r fe y-ri suu l i n spec t ion, and i solated nuoieic uoidis that 
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iy^4 tjj / e r ,, Ht t <4ghf acids having any of the foreg oing ;e qu o nces under conditions of low. 
moderate and hi gh string e ncy . 

1 08. ( Amended) A protein preparation comprising a polypeptide having an amino acid 
sequence selected from the group consisting of: 

<nj : an amino acid se q uence selecte d from SEQ lD NQS L l.A-6.J^iiM10; 

(b) s »n amino acid sequence selected from me group consisting ot SEQ ID 
VQs 2 4 bj< and 10. vv1ieivuijd]g_amjno ac id .s e quenc e ha- at lea>t one con seivativg 
substitution: wherein the polypeptide comprising the amino acid sequence (b) can self- 
asse mble to form a poivmer: and 

(c) an amino acid sequence comprisin g a fragment of a t least one amino acid 

residue of SEQ ID NOS. 2. 4. 6. S and 1 0. wherein die polypeptide comprising the amino 
aci d seq u enc e (c) can self -assemble to form a TOiynje rSBQ-^ 

sequenc e s hr ,- ng at least about 50% homology to a s e quence select e d from tho group 
tH ^^^^ e 4L;^..^4Q_ ^QS; 2. 1. 6. S and 10. as determined by analysis with a sequ e nc e 
comp a rison algorithm, and, s e qu enc es having at least 10 cons e cutive ammo acid residues 
of u sequenc e selected from th e group consisting of SEQ ID NOS: 2. 4. 6. 8 and 10 . 

109, — (Amended) An expression vector capable of replicating in a host cell comprising a 
polynucleotide having a sequence of a nucleic acid molecule selected from the group 
consisting of. 

(a) a nucleic acid molecu le com pr ising a sequence jta\ n;g.,a.t least 5n^ u homology, 
wit h the n ucleic acid.^ 

i > ver a _s u b seq u en ee at a t j east I. j K) resulues ... 

(b) a nucleic ac i d molecu l e which hybridiz es under low, m od erate or high 
stringency conditions with at l east o ne off;) the nucleic acid sequences ot 
SEQ ID NOS. 1. 3. 5. " and V. ni) a complementary str a nd of a nucleic acid 
se quence of at least one of SEQ ID NOS. i . 3 . 5. 7 a nd 9. and a subsequence 
thereof of at least iQO nucleotid es; 

(c) a .subsequence of (a) or jbj. wh e rein the su bsequence encodes a polypeiKide., 
which can sc if- assemble to rorai.ij)oiymeii^md 
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(d) a nucleic acid molecule thai encodes a polypeptide having -in amino acid 
sequence that has at [east 50% identity wii.li at least one amino acid sequence 
of SEQ ID NOS. 1. 3. 5. 7 and 9. SEQ ID NOS: L > r-§r^-affi4- 9. variaitt s- 
hav mg at leas t- a b out 50% homology t o SE Q ID NQ S : h 3 , 5. 7 an d 9 over a 
region of at least about 100 residues, as determined by analysis with a 
sequence comparison algorithm or by visual irispectiort-seqwnees- 
e omp le m e ntary to SEQ ID NOS: 1. 3. 5, 7 and 9. and s e qu e n ce : : ; 
complementary to variant!-.; ha vin g at least abe«-§^%-komology to SEQ 1 D- 
NQS: h 3, 5. 7 and 9 over a region of at iea-.t J\m 100 residu e :,;, (is 
determined by ana l ys i s with a sequence comparison algorithm or by visual 
inspection, an d isol a t ed nu eleic acids that hybridize 4e-H«eteie-aeids4^4«g- 
afty-rv ftiie fo re goi ng s eque n ces und e r condiiions of l e w. moderate and high 
stFtngeHey. 
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